Background: Simple sequence repeats (SSR), also called microsatellites, have been widely used as genetic markers, and have been extensively studied in some model insects. At present, the genomes of more than 100 insect species are available. However, the features of SSRs in most insect genomes remain largely unknown.
Background
Simple sequence repeats (SSR), also known as microsatellites, are tandem repetitions of 1-6 bp motifs that are found in all eukaryotic genomes [1] . SSRs are mainly distributed in noncoding regions, but are also found in coding regions [2] . Some studies have indicated that SSRs are preferentially associated with retrotransposons [3] . Due to replication slippage [4] and unequal crossing-over during meiosis [5] [6] [7] , SSRs have undergone rapid expansions and contractions, leading to variation in SSR length among populations of a single species. Because of these characteristics, SSRs have been widely used as molecular markers for fingerprinting, parentage analysis, genetic mapping, and analysis of genome structure [8] [9] [10] [11] [12] . Moreover, numerous studies suggest that SSRs may have biological functions and evolve in a complex process under selective pressure [11, 13, 14] . For example, the expansion of a dinucleotide SSR (AC repeat) in the promoter region of CYP6CY3, a P450 gene, resulted in its overexpression, allowing a tobacco-adapted race of polyphagous aphid (Myzus persicae) to increase its ability to detoxify nicotine [15] .
Insects are one of the most diverse animal classes on our planet. Microsatellite markers are highly polymorphic and selectively neutral [16, 17] , and thus are powerful genetic tools to investigate the spatial and temporal population dynamics and evolutionary trends of insects. So far, SSR diversity has been extensively surveyed in more than 200 insects to validate their use as molecular markers to infer the demography and relationships of closely related populations or species [10, 18, 19] . A comparative analysis of SSRs occurring within protein-coding regions of 25 insect species suggested that these repeats represent characteristic features of insect genome diversity [13] . Investigation of imperfect microsatellites (at least one mismatch) in five taxonomic orders (Diptera, Hymenoptera, Lepidoptera, Coleoptera, and Hemiptera) revealed their evolutionary paths across genomes [20] . However, the diversity, features, and evolutionary significance of microsatellites in insects are far from being fully understood. Here, we investigated SSRs in 136 insect species, representing 16 taxonomic orders. Millions of insect SSRs were identified from these insects. Cluster and divergence analysis based on the frequencies of various SSRs were also performed.
Results
The number, density and relative abundance of SSRs in 136 insect genomes
We identified a total of 15.01 million SSRs from 136 insect genomes (Additional file 1: Table S1 ). Typically, SSRs represent only a very small proportion of insect genomes, ranging from 0.02% to 3.1% of the whole genome (Additional file 1: Table S1 , Additional file 2: Fig. S1 ). Interestingly, we found that the body louse (Pediculus humanus) had a much higher percentage (10.53%) of SSRs. Some insects had very few SSRs, such as the cochineal insect Dactylopius coccus (225 SSRs), the small green stink bug Piezodorus guildinii (432 SSRs), and the beetle Priacma serrata (859 SSRs). In contrast, over 500,000 SSRs were identified in some insects, including the body louse Pediculus humanus, the German cockroach Blattella germanica, and the locust Locusta migratoria has the largest animal genome so far [21] and was also shown to have the largest number of SSRs (1.5 million in total). The number of SSRs is positively correlated with genome size (Spearman's rho = 0.499, P < 0.001), indicating that the abundance of SSRs varies greatly with insect species (Fig. 1) .
SSR density (total bases of SSR (in bp) per Mb of genome) had a significantly negative relationship with genome size (Spearman's rho = −0.228, P = 0.007) (Fig. 1) . The density was significantly positively correlated with genome GC content, but the correlation was not strong (Spearman's rho = 0.183, P = 0.033). Interestingly, the SSR frequency in various genomes (i.e., number of SSRs per Mb genome) varied tremendously in insects, ranging from 12 to 4509 (mean 251). The highest frequency (4509) was found in P. humanus, followed by the cactophilic fruitfly, Drosophila mojavensis (1038). SSR frequency was significantly negatively correlated with genome size (Spearman's rho = −0.191, P = 0.026) and significantly positively correlated with genome GC content (Spearman's rho = 0.178, P = 0.038), but none of the correlations was strong.
Most identified SSRs (56.2−93.1%) were perfect. The length of imperfect microsatellites (range 22−73 bp, average 34.8 bp) was significantly higher (t = −22.834, df = 175.875, P < 0.001) than that of perfect SSRs (range 16−30 bp, average 20.4 bp) in each species. To evaluate Fig. 1 The relationship between SSR number, SSR density, and genome size. The number of identified SSRs was positively associated with genome size the relationship between SSR length and motif imperfection, we determined the frequency of mismatches in each locus. Imperfect SSRs contained 0.43−3.23% (1.85% on average) motif mismatches, which mainly appeared in the SSRs with a length of approximately 35 bp (Additional file 3: Table S2 ). Some closely related species had similar percentages of imperfect SSRs while other closely related species had very different numbers of SSRs. For example, the percentages of imperfect SSRs in 23 Drosophila species were very different, ranging from 23% to 44% [13, 20, 22] . In contrast, the imperfect SSR frequencies in two Nasonia species were the same at 21%. Similar phenomena were observed in three Papilio species (15-16%) and in three Batrocera species (22-24%).
Abundance of SSR motif types
When comparing the number of various classes of SSRs within genomes, we found that the percentages of di-and trinucleotide SSRs (27.2% and 22.0% on average, respectively) were significantly higher (P < 0.05, Tukey test) than those observed for mono-(11.6%), tetra-(17.9%), penta-(14.6%), and hexa-nucleotide repeat types (6.7%) (Additional file 4: Table S3 , Fig. 2 ).
Among mononucleotide repeats, the A/T type was predominant, accounting for 10.3% of the repeat motifs. AG/ GA/CT/TC and AC/CA/GT/TG were the most frequent dinucleotide SSRs motifs, accounting for 10.2% and 10.0%, respectively. The next most abundant type was the sequences with AT/TA (6.6%). Among trinucleotide repeats, the AAT/ATA/TAA/ATT/TAT/TTA motif was most abundant (6.3%), and each of the other repeat types accounted for less than 3% (Additional file 5: Table S4 ).
Between the two types of monomer repeats, the A/T type was significantly more abundant (82.4%) than the G/C type (17.6%) (t = 22.962, df = 268, P < 0.001). Analysis of all dinucleotide repeats revealed that the GC/CG type accounted for only 0.9%, significantly lower (P < 0.05, Tukey test) than each of the other three types (AT/TA, AG/GA/CT/TC and AC/CA/GT/TG, each 30.5 −36.4%). Among the trinucleotide SSR repeats, those containing two continuous Gs or Cs accounted for only 3.8−4.3%, which was significantly lower (P < 0.05, Tukey test) than other trinucleotide types (6.9−30.0%) (Additional file 6: Table S5 ). These data indicated that most SSRs in insect genomes consist of AT bases. AT-rich SSR containing motifs, such as AAT/AAAT/AAAAT/ AAAAAT or ATA/ATAT/AATAAT/AAAATA, were very common (Fig. 3 , Additional file 7: Table S6 ).
SSR diversity in different insect taxa
We analyzed the relative abundance of various types of SSRs in different insect taxa, and found that the frequencies of some SSR classes were different at the order level. For example, dinucleotide SSRs (the most abundant of the six types as revealed in Additional file 4: Table S3 ) accounted for 42.6% on average (range 13.2−71.5%) in the genomes of Hymenoptera, which was significantly higher than that observed in Hemiptera (18.2%), Lepidoptera (12.8%), and Coleoptera (9.2%) (P < 0.05, Tukey test) and also higher than that in Diptera (27.5%) (Fig. 2) . At the family level, high conservation was observed in terms of the relative abundance of various types of SSRs. This was the most obvious for the families Cupedidae, Buprestidae, and Scarabaeinae that belong to the order Coleoptera. In addition, when viewed at the genus level, SSR frequency was also quite similar among genera within families (Fig. 2) . The conservation of SSRs at the family level was also confirmed by analysis of the most abundant motifs. The results indicated that the most abundant motifs were conserved at the family level (Fig. 3) .
At the species level, relative abundance of SSRs was very similar within some genera, such as Apis of Apidae, Nasonia of Pteromalidae, Anopheles of Culicidae, and Glossina of Glossinidae. However, interspecies differences in SSR frequency were also observed in some genera, such as Papilio, Drosophila, and Anopheles (Fig. 2) . Taken together, the evolution of SSR diversity varied depending on the insect species, suggesting that insect SSRs face dissimilar selection pressures in different taxa.
Distribution of SSRs in different genomic regions
On average, 59.1% (range 49.6−62.0%) of SSRs were distributed in intergenic regions. Within genes, SSRs were mainly found in introns, which accounted for 36.8% (range 27.8−49.9%) of total SSRs, while only 3.7% (range 0.3−9.9%) were in exons (Table 1, Additional file 8: Table  S7 and Additional file 9: Table S8 ). We compared the occurrence of SSRs in different genomic regions between Diptera and Hymenoptera genomes. In Diptera, the exonic SSRs reached 5.5% (range 1.2−9.95%), which was significantly higher than the 2.4% (range 0.3−5.8%) observed in Hymenoptera (t = 5.608, df = 36.312, P < 0.001). By contrast, the percentage of intronic SSRs were significantly lower in Diptera (average 33.2%) when compared to Hymenoptera (average 45.2%) (t = −2.296, df = 32.546, P = 0.028). The SSRs that occurred in mRNA regions were not significantly different (t = −1.758, df = 30.034, P = 0.089), accounting for 38.9% and 47.8% in Diptera and Hymenoptera, respectively.
Evolution analysis of insect SSR
Clustering analysis showed that the frequencies of various SSRs were largely similar within different insect orders (Fig. 4) . A symmetrized Kullback-Leibler divergence analysis, based on the percentage of dinucleotide combinations, could almost perfectly separate Hymenoptera and Diptera from other insects (Additional file 10: Fig. S2 ). For Diptera, 54 species (80.6% of the total) clustered into two branches: 1) Diptera-I, which contained only flies of most families; and 2) Diptera-II, which was comprised solely of mosquitoes. Most Dipteran families can be readily separated from others, except for several Drosophilidae species (Additional file 11: Fig. S3 ). All hymenopteran species, except for Cotesia vestalis and Microplitisde molitor, clustered together (Additional file 10: Fig. S2 ). Similar results were obtained when the analysis was carried out using the tri-, tetra-, and penta-nucleotide motif information (Additional file 12: Fig. S4 , Additional file 13: Fig. S5 , Additional file 14: Fig. S6 ). In general, most insects were clearly divided using SSR frequencies at the family level, but not at the order level.
Discussion
Here, we identified millions of SSRs in 136 insect genomes and analyzed their features. The abundance and densities of insect SSRs were correlated with genome sizes. However, no strong correlation was found between the SSR density and GC content, nor was there a strong correlation between SSR frequency and genome size. This pattern was also observed in Tombusviridae [23] , potexvirus [24] and carlaviruses [25] . In contrast, SSR frequency was shown to be inversely related to genome sizes in plants [26] , Bovid species [27] , fungi [28] , and maize [29] . Both SSR frequency and density were negatively correlated with GC-content in these species. SSRs only account for a very small proportion of insect genomes, and they generally do not have clear functions. Therefore, SSRs are believed to face relatively low selection pressures and accumulate mutations faster than coding genes [11] . SSRs have been widely used as genetic markers to distinguish individual insects from geographically distinct populations [30, 31] . Phylogenetic analysis of 136 insect SSRs indicated that the evolutionary tree constructed with SSR genome features was largely inconsistent with species trees, especially at the family level. This suggested that too many mutations have accumulated in insect SSRs since the division of the insect families. However, we found that insect species belonging to the same family tended to cluster together in the evolutionary tree, suggesting that selection pressures of SSRs were maintained at the family level. Thus, insect SSRs are good molecular markers to distinguish closely related insect species.
We found that perfect SSRs were significantly more abundant than imperfect SSRs in insects. Overall, perfect SSRs accounted for 56−93% of the identified microsatellites, whereas imperfect SSRs made up only 7−44%. This is consistent with similar results in plants, such as the Triticeae species [32] , and previous reports in insects [13, 20] . The frequency of forming mismatch motifs varied with the length of the motif. For mono-, penta-, and hexanucleiotide SSRs, <19% were imperfect. In contrast, in di-and trinucleotide SSRs,~31% of motifs were imperfect. This pattern was conserved in almost all tested insects, suggesting that this is a conserved feature in insect microsatellites [20] . A large fraction of the trinucleotide SSRs were derived from codon repeats, and the occurrence of these trinucleotide mismatches contributed to codon bias in the insect genomes [13, 20] .
In insects, nearly three fifths of SSRs were found in intergenic regions, consistent with previous reports. Only 3.7% (0.3−9.9%) of SSRs occurred in exonic regions, which can be attributed to negative selection against frameshift mutations in coding regions [33] . In contrast, intronic SSRs accounted for 36.8%, which is 10-fold higher than exonic SSRs. It has been reported that intronic SSRs may affect gene expression [34] , suggesting that the functions of intronic SSR will require more exploration.
Conclusions
In this study, we carried out a comprehensive analysis of SSRs in 136 insects. This is the first large-scale analysis of insect SSRs, and included more than 100 insect species. The results confirmed some previous conclusions about insect SSRs. The numbers of insect SSRs were positively associated with the genome sizes whereas the frequency and density were not. Both phylogenetic analysis and most abundant motif analysis showed that the insect SSRs were generally evolutionary conserved at the family level but not at the order level.
Methods

Genome sequences
At present, the genomes of 136 insect species are publically available, including 67 Diptera species, 27 Hymenoptera species, 12 Hemiptera species, 11 Lepidoptera species, eight Coleoptera species, and one species each of Diplura, Ephemeroptera, Odonata, Strepsiptera, Trichoptera, Thysanoptera, Anoplura, Phasmatodea, Orthoptera, Isoptera, and Blattodea (Additional file 1: Table S1 ). The genome sequences of all insects were downloaded from InsectBase 1.0 [35] . Ambiguous nucleotides were removed from the genomes prior to analysis.
Identification of insect SSRs
SSRs were identified using the SciRoKo 3.4 using default parameters [36] . According to the motifs, the repeat sequences were divided into six classes: mono-, di-, tri-, tetra-, penta-, and hexa-nucleotide SSRs [20] . For each class, only sequences with a length of ≥15 nucleotides were considered as SSRs. Briefly, SSRs with no mismatch in the motif were defined as perfect SSRs, while SSRs with at least one mismatch in the motif were defined as imperfect SSRs. The criteria used for defining imperfect SSRs was as following: ≥ 30 bp SSRs with 1-3 mismatches and ≤30 bp SSRs with ≥3 mismatches.
Analysis of SSRs
We calculated the frequency and density of SSRs in each of the available insect genomes. The frequency was determined as the percentage of the total number of SSRs per megabase (Mb) of genome sequence. The relative density was determined as the length (in bp) of SSRs sequences in the total Mb of genomic sequence analyzed. The relative abundances of perfect and imperfect repeat classes were calculated within each class of SSR, and their size distribution range and mean lengths were calculated. Associations between SSR number, frequency, and density with the genome sizes and GC contents were tested using Spearman rank correlation to determine whether there was significant correlation between the two variables (IBM SPSS Statistics, 2011). Fig. 4 Phylogenetic analysis of insect SSRs. Symmetrized Kullback-Leibler divergence analysis was used and the evolutionary tree was constructed using the UPGMA method with MEGA6 software, and viewed with ITOL software
